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< ! — StartFragment 
X61307 
LOCUS 

DEFINITION 
ACCESSION 
VERSION 
KEYWORDS 
SOURCE 

ORGANISM 



->RESULT 4 



DNA linear 
protein A. 



BCT 18-APR-2005 



and Piemont,Y. 
A from the V8 strain 



X61307 2504 bp 

Staphylococcus aureus spa gene fo: 

X61307 

X61307.1 GI:46690 
protein A; spa gene. 
Staphylococcus aureus 
Staphylococcus aureus 

Bacteria; Firmicutes; Bacillales; Staphylococcus. 
REFERENCE 1 (bases 1 to 2504) 

AUTHORS Finck-Barbancon, V. , Prevost,G., Mazurier, : 
TITLE A structurally novel staphylococcal prote: 

JOURNAL FEMS Microbiol. Lett. 70 (1), 1-8 (1992) 
PUBMED 1577250 
REFERENCE 2 (bases 1 to 2504) 
AUTHORS Prevost,G. 
TITLE Direct Submission 

JOURNAL Submitted ( 12-AUG-1991 ) G. Prevost, Institut de Bacteriologie 
rue Koeberle, F-67000 Strasbourg, FRANCE 
FEATURES Location/Qualifiers 
source 1. .2504 

/organism=" Staphylococcus aureus" 
/mol_type="genomic DNA" 
/strain="V8" 
/db_xref="taxon: 1280" 

/clone_lib="Wellcome laboratories (UK) " 



-35_signal 


618. 


.623 


TATA_signal 


654. 


.657 


RBS 


681. 


.685 


gene 


692. 


.2056 




/ger 


ie="spa' 


CDS 


692. 


.2056 



sig_peptide 
mat_peptide 



/gene="spa" 
/codon_start=l 
/transl_table=ll 
/product="protein A" 
/protein_id="CAA43604 .1" 
/db_xref="GI : 46691" 
/db_xref="GOA:Q53759" 
/db_xref="InterPro: IPR001899" 
/db_xref="InterPro : IPR002482" 
/db_xref="InterPro : IPR003132" 
/db_xref="InterPro : IPR004829" 
/db_xref="InterPro: IPR005038" 
/db_xref="InterPro : IPR005877" 
/db_xref="InterPro: IPR009063" 
/db_xref="PDB: 1ZXG" 

/db_xref="UniProtKB/TrEMBL:Q53 759" 

/ translat ion="MMTLQIHTGGINLKKKNIYS IRKLGVGIASVTLGTLL I SGGVTP 

AANAAQHDEAQQNAFYQVLNMPNLNADQRNGFIQSLKDDPSQSANVLGEAQKLNDSQA 

PKADAQQNKFNKDQQSAFYEILNMPNLNEEQRNGFIQSLKDDPSQSTNVLGEAKKLNE 

SQAPKADNNFNKEQQNAFYEILNMPNLNEEQRNGFIQSLKDDPSQSANLLAEAKKLND 

AQAPKADNKFNKEQQNAFYEILHLPNLTEEQRNGFIQSLKDDPSVSKEILAEAKKLND 

AQAPKEEDNNKPGKEDNNKPGKEDGNKPGKEDNKKPGKEDGNKPGKEDNKKPGKEDGN 

KPGKEDGNKPGKEDGNKPGKEDGNGVHWKPGDTVNDIAKANGTTADKIAVDNKLADK 

NMIKPGQE LWDKKQPANHADANKAQALPE TGEENPF I GTTVFGGL S LALGAAL LAGR 

RREL " 

692. .834 

/gene="spa" 

835. .2053 



)://es/ScoreAccessWeb/GetItem.action?AppId=10589233cS:seqId=09323b6780afel95&.. 



5/28/2009 



SCORE Search Results Details for Application 10589233 and Search Result 20090409_1... 



Page 2 of 2 



/gene="spa" 
/product="protein A" 

iRIGIN 

Query Match 92.4%; Score 346.4; DB 14; Length 2504; 

Best Local Similarity 97.0%; Pred. No. l.le-101; 

Matches 353; Conservative 0; Mismatches 11; Indels 0; Gaps 0; 

y 2 C AG T GAAC AAT T T C AAC AAAGAAC AAC AAAATGC T T T C T AT GAAAT C T T GAAC AT GC C T A 61 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
■b 1188 C T GAC AAC AAT T T CAACAAAGAACAAC AAAATGC T T T C TAT GAAAT C T T GAAC AT GC C T A 1247 

y 6 2 ACTTGAACGAAGAACAACGCAATGGTTTCATCCAAAGCTTAAAAGATGACCCAAGTCAAA 121 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
'b 1248 ACTTGAACGAAGAACAACGCAATGGTTTCATCCAAAGCTTAAAAGATGACCCAAGTCAAA 1307 

iy 122 GTGCTAACCTTTTAGCAGAAGCTAAAAAGTTAAATGAATCTCAAGCACCGAAAGCTGATA 181 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
'b 1308 GTGCTAACCTTTTAGCAGAAGCTAAAAAGCTAAATGATGCACAAGCACCAAAAGCTGACA 1367 

y 182 ACAATTTCAACAAAGAACAACAAAATGCTTTCTATGAAATTTTACATTTACCTAACTTAA 241 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
■b 1368 ACAAATTC AAC AAAGAAC AAC AAAATGC TTTCTATGAAATTTTAC AT TTACCTAACTTAA 1427 

y 242 CTGAAGAACAACGTAACGGCTTCATCCAAAGCCTTAAAGAC GATCCTTCAGTGAGCAAAG 301 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
'b 1428 CTGAAGAACAACGTAACGGCTTCATCCAAAGCCTTAAAGACGATCCTTCAGTGAGCAAAG 1487 

y 302 AAATTTTAGCAGAAGCTAAAAAGCTAAACGATGCTCAAGCACCAAAAGAGGAAGACAACA 361 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
>b 1488 AAATTTTAGCAGAAGCTAAAAAGCTAAACGATGCTCAAGCACCAAAAGAGGAAGACAACA 15 47 

y 362 AGAA 365 

I I I 

>b 1548 ACAA 1551 



< ! — EndFragment — > 
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